ABSTRACT The complete genome sequence of maize mosaic virus (MMV) was obtained using next-generation sequencing from infected Peregrinus maidis and rapid amplification of cDNA ends from infected Zea mays. The genome of MMV is 12,170 bases, and this project completed the 5= and 3= ends and amended the polymerase sequence.
full leader sequences, 3= RACE of the viral genome was done by adding poly(A) sequences to the leader utilizing Escherichia coli poly(A) polymerase (New England BioLabs, Ipswich, MA) and SuperScript III (Invitrogen, Carlsbad, CA) for first-strand cDNA synthesis and amplification with a poly(T) primer and an N-specific primer (5=-GCAGT CGCCAAATTAGTCCAGTC-3=). This result was confirmed using ligation-anchored 3= RACE, as described previously (10) , using the primers HNEF 5=P-AAGCTTGCGGCCGCG ATATC-3=ddC and HNER 5=-GATATCGCGGCCGCAAGCTT-3=. To complete the trailer sequences, we used the Invitrogen (Carlsbad, CA) 5= RACE system. Once completed and corrected, the total genome of MMV was 12,170 bases long (GenBank accession number MK828539), and the entire genome had Ն10-fold coverage. The leader of MMV is 155 bases long, and the first nine bases are identical to those of taro vein chlorosis virus (TaVCV), 3=-AGAGACCCA-5= (11). The trailer is 97 bases long, and the terminal 3= and 5= ends are complementary, forming a hypothesized "panhandle"-type structure similar to that of other described rhabdoviruses (12) . The closest blast hit is the existing MMV genome present in GenBank (accession number AY618418), at 99% similarity. Although there is similarity at the protein level to TaVCV (GenBank accession number AY674964), as previously described (13), the nucleotide similarity of the entire genome is 49%. Recently, the first infectious clone for a nucleorhabdovirus was created (14) , and the complete genome sequence of MMV provides the necessary sequence data for developing a similar clone for MMV.
Data availability. The data for this paper are available at the NCBI as the completed genome under GenBank accession number MK828539, and the MMV-infected P. maidis RNA-Seq library sequences are under SRA project number PRJNA540525.
